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Descriptions
Sequences producing significant alignments:

Description Max Total Query E Ident Accession
score score cover value

Transcripts

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_001291157.1
transcript variant 8, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_198241.2
transcript variant 2, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_001194947.1
transcript variant 7, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_001194946.1
transcript variant 6, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_198244.2
transcript variant 3, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_198242.2
transcript variant 4, mRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_004953.4
transcript variant 5, mMRNA

Homo sapiens eukaryotic translation
initiation factor 4 gamma 1 (EIF4G1), 50.1 50.1 100% 2e-05 100% NM_182917.4
transcript variant 1, mRNA

Homo sapiens fibroblast growth factor
23 (FGF23), mRNA 362 362

PREDICTED: Homo sapiens cyclin
dependent kinase 13 (CDK13), 30.2 30.2 60% 21 100% XM_017012751.2
transcript variant X2, mRNA

PREDICTED: Homo sapiens cyclin
dependent kinase 13 (CDK13), 30.2 30.2 60% 21 100% XM_017012750.2
transcript variant X1, mRNA

2% 0.34 100% NM_020638.2

Homo sapiens cyclin dependent

kinase 13 (CDK13), transcript variant 30.2 30.2 60% 21 100% NM_031267.3
2, mRNA

Homo sapiens cyclin dependent

kinase 13 (CDK13), transcript variant 30.2 30.2 60% 21 100% NM_003718.4
1, mRNA

PREDICTED: Homo sapiens ubiquitin
like modifier activating enzyme 3 30.2 30.2 60% 21 100% XM_011534211.1
(UBA3), transcript variant X2, mRNA

PREDICTED: Homo sapiens ubiquitin
like modifier activating enzyme 3 30.2 30.2 60% 21 100% XM_011534210.1
(UBAB3), transcript variant X1, mRNA

Homo sapiens ubiquitin like modifier
activating enzyme 3 (UBA3), transcript ~ 30.2 30.2 60% 21 100% NM_198195.1
variant 2, mMRNA

Homo sapiens ubiquitin like modifier
activating enzyme 3 (UBA3), transcript  30.2 30.2 60% 21 100% NM_003968.3
variant 1, mMRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript  28.2 28.2 56% 84 100% XM_024446641.1
variant X7, mRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript ~ 28.2 28.2 56% 84 100% XM_024446640.1
variant X6, mRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript  28.2 28.2 56% 84 100% XM_024446639.1
variant X5, mMRNA
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https://www.ncbi.nlm.nih.gov/nucleotide/NM_001194946.1?report=genbank&log$=nucltop&blast_rank=4&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_198244.2?report=genbank&log$=nucltop&blast_rank=5&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_198242.2?report=genbank&log$=nucltop&blast_rank=6&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_004953.4?report=genbank&log$=nucltop&blast_rank=7&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_182917.4?report=genbank&log$=nucltop&blast_rank=8&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_020638.2?report=genbank&log$=nucltop&blast_rank=9&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017012751.2?report=genbank&log$=nucltop&blast_rank=10&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017012750.2?report=genbank&log$=nucltop&blast_rank=11&RID=ZZN3UUXD015
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https://www.ncbi.nlm.nih.gov/nucleotide/XM_011534210.1?report=genbank&log$=nucltop&blast_rank=15&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_198195.1?report=genbank&log$=nucltop&blast_rank=16&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_003968.3?report=genbank&log$=nucltop&blast_rank=17&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446641.1?report=genbank&log$=nucltop&blast_rank=18&RID=ZZN3UUXD015
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PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript ~ 28.2 28.2 56% 84 100% XM_024446638.1
variant X4, mRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript ~ 28.2 28.2 56% 84 100% XM_024446637.1
variant X3, mRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript ~ 28.2 28.2 56% 84 100% XM_024446636.1
variant X2, mRNA

PREDICTED: Homo sapiens zinc
finger protein 273 (ZNF273), transcript ~ 28.2 28.2 56% 84 100% XM_024446635.1
variant X1, mRNA

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X8,
mRNA

28.2 28.2 56% 84 100% XM_011536011.3

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X7,
mRNA

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X6,
mRNA

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X5,
mRNA

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X1,
mRNA

28.2 28.2 56% 84 100% XM_024446503.1

28.2 28.2 56% 84 100% XM_024446502.1

28.2 28.2 56% 84 100% XM_024446501.1

28.2 28.2 56% 84 100% XM_005248752.3

PREDICTED: Homo sapiens
uncharacterized LOC112268421 28.2 28.2 56% 84 100% XR_002959410.1
(LOC112268421), ncRNA

PREDICTED: Homo sapiens
uncharacterized LOC105378536
(LOC105378536), transcript variant
X4, ncRNA

PREDICTED: Homo sapiens adhesion
G protein-coupled receptor B3
(ADGRB3), transcript variant X4,
mRNA

PREDICTED: Homo sapiens
uncharacterized LOC105378536
(LOC105378536), transcript variant
X4, ncRNA

28.2 28.2 72% 84 94% XR_953252.2

28.2 28.2 56% 84 100% XM_011536009.2

28.2 28.2 2% 84 94% XR_946428.2

Homo sapiens adhesion G protein-
coupled receptor B3 (ADGRB3), 28.2 28.2 56% 84 100% NM_001704.2
mRNA

Homo sapiens zinc finger protein 273
(ZNF273), transcript variant 1, 28.2 28.2 56% 84 100% NM_021148.2
mRNA

Homo sapiens zinc finger protein 273
(ZNF273), transcript variant 2, non- 28.2 28.2 56% 84 100% NR_003099.1
coding RNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X15, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X13, misc_RNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X12, misc_RNA

28.2 28.2 56% 84 100% XM_024446349.1

28.2 28.2 56% 84 100% XR_001743217.2

28.2 28.2 56% 84 100% XR_001743216.2
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https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446635.1?report=genbank&log$=nucltop&blast_rank=24&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011536011.3?report=genbank&log$=nucltop&blast_rank=25&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446503.1?report=genbank&log$=nucltop&blast_rank=26&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446502.1?report=genbank&log$=nucltop&blast_rank=27&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446501.1?report=genbank&log$=nucltop&blast_rank=28&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_005248752.3?report=genbank&log$=nucltop&blast_rank=29&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_002959410.1?report=genbank&log$=nucltop&blast_rank=30&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_953252.2?report=genbank&log$=nucltop&blast_rank=31&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011536009.2?report=genbank&log$=nucltop&blast_rank=32&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_946428.2?report=genbank&log$=nucltop&blast_rank=33&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001704.2?report=genbank&log$=nucltop&blast_rank=34&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_021148.2?report=genbank&log$=nucltop&blast_rank=35&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NR_003099.1?report=genbank&log$=nucltop&blast_rank=36&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_024446349.1?report=genbank&log$=nucltop&blast_rank=37&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_001743217.2?report=genbank&log$=nucltop&blast_rank=38&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_001743216.2?report=genbank&log$=nucltop&blast_rank=39&RID=ZZN3UUXD015

11/29/2018

Description

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X11, misc_RNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X10, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X9, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X8, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X7, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X6, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X5, misc_RNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X2, mRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band
4.1 like 2 (EPB41L2), transcript variant
X1, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 20, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 18, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 13, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 17, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 10, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 12, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 15, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 19, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 14, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2),
transcript variant 22, mRNA
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/nucleotide/XR_001743215.2?report=genbank&log$=nucltop&blast_rank=40&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011535528.2?report=genbank&log$=nucltop&blast_rank=41&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017010356.2?report=genbank&log$=nucltop&blast_rank=42&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011535527.2?report=genbank&log$=nucltop&blast_rank=43&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011535525.2?report=genbank&log$=nucltop&blast_rank=44&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017010353.2?report=genbank&log$=nucltop&blast_rank=45&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_001743213.2?report=genbank&log$=nucltop&blast_rank=46&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017010350.2?report=genbank&log$=nucltop&blast_rank=47&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_011535524.2?report=genbank&log$=nucltop&blast_rank=48&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350313.1?report=genbank&log$=nucltop&blast_rank=49&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350311.1?report=genbank&log$=nucltop&blast_rank=50&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350306.1?report=genbank&log$=nucltop&blast_rank=51&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350310.1?report=genbank&log$=nucltop&blast_rank=52&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350303.1?report=genbank&log$=nucltop&blast_rank=53&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350305.1?report=genbank&log$=nucltop&blast_rank=54&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350308.1?report=genbank&log$=nucltop&blast_rank=55&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350312.1?report=genbank&log$=nucltop&blast_rank=56&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350307.1?report=genbank&log$=nucltop&blast_rank=57&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350315.1?report=genbank&log$=nucltop&blast_rank=58&RID=ZZN3UUXD015
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Description Max Total Query E Ident Accession
score score cover value

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350301.1
transcript variant 8, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350314.1
transcript variant 21, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350304.1
transcript variant 11, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350299.1
transcript variant 7, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350302.1
transcript variant 9, mRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001350309.1
transcript variant 16, mMRNA

PREDICTED: Homo sapiens
erythrocyte membrane protein band

0, 0,
4.1 like 2 (EPB41L2), transcript variant 28.2 28.2 56% 84 100% XM_017010352.1
X4, MRNA
PREDICTED: Homo sapiens
erythrocyte membrane protein band 28.2 28.2 56% 84 100% XM_017010351.1

4.1 like 2 (EPB41L2), transcript variant
X3, mRNA

PREDICTED: Homo sapiens
uncharacterized LOC107986059 28.2 28.2 56% 84 100% XR_001740585.1
(LOC107986059), ncRNA

PREDICTED: Homo sapiens
transcriptional adaptor 2A (TADA2A), 28.2 28.2 56% 84 100% XM_017024985.1
transcript variant X8, mRNA

PREDICTED: Homo sapiens
transcriptional adaptor 2A (TADA2A), 28.2 28.2 56% 84 100% XM_017024983.1
transcript variant X6, mMRNA

PREDICTED: Homo sapiens
transcriptional adaptor 2A (TADA2A), 28.2 28.2 56% 84 100% XM_006722044.3
transcript variant X5, mMRNA

Homo sapiens erythrocyte membrane
protein band 4.1 like 2 (EPB41L2), 28.2 28.2 56% 84 100% NM_001252660.1
transcript variant 6, mRNA

Genomic sequences|
show first

]

Homo sapiens chromosome 3,

GRCh38.p12 Primary Assembly 501 1289 100% 2e-05 100% He00000312
g‘gg‘r’]ssgﬂfgspfr‘:;:‘y°:;’;“;5y 36.2 696 96% 0.34 100% NC_000012.12
GRORaB 12 Primary Aesomply 322 foze 100% o e e
GROnGop12 Primany Assemtly 322 1400 100% 54 o e
GRORGB 12 Primary Aesombly 322 foee 100% > o Ne R
g%%i;g‘:?;spim::yo:ggiﬁy 322 434 100% 5.4 100% NC_000013.11
GRORGB 12 Primary Aesombly 322 013 100% o o e
GROnGop12 Primany Assemtly 202 7% 2% Z o He-onm
g‘;rg‘r’];;gfgspfﬁ‘:;?:gg‘e;;y 30.2 787 100% 21 100% NC_000007.14
Homo sapiens chromosome 8, 30.2 803 96% 21 100% NC 000008.11

GRCh38.p12 Primary Assembly
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350301.1?report=genbank&log$=nucltop&blast_rank=59&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350314.1?report=genbank&log$=nucltop&blast_rank=60&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350304.1?report=genbank&log$=nucltop&blast_rank=61&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350299.1?report=genbank&log$=nucltop&blast_rank=62&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350302.1?report=genbank&log$=nucltop&blast_rank=63&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001350309.1?report=genbank&log$=nucltop&blast_rank=64&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017010352.1?report=genbank&log$=nucltop&blast_rank=65&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017010351.1?report=genbank&log$=nucltop&blast_rank=66&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XR_001740585.1?report=genbank&log$=nucltop&blast_rank=67&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017024985.1?report=genbank&log$=nucltop&blast_rank=68&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_017024983.1?report=genbank&log$=nucltop&blast_rank=69&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/XM_006722044.3?report=genbank&log$=nucltop&blast_rank=70&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001252660.1?report=genbank&log$=nucltop&blast_rank=71&RID=ZZN3UUXD015
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DESCRIPTIONS=100&DISPLAY_SORT=0&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&HSP_SORT=0&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&DATABASE_SORT=2#sort_mark
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000003.12?report=genbank&log$=nucltop&blast_rank=72&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000012.12?report=genbank&log$=nucltop&blast_rank=73&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000002.12?report=genbank&log$=nucltop&blast_rank=74&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000004.12?report=genbank&log$=nucltop&blast_rank=75&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000010.11?report=genbank&log$=nucltop&blast_rank=76&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000013.11?report=genbank&log$=nucltop&blast_rank=77&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000006.12?report=genbank&log$=nucltop&blast_rank=78&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000005.10?report=genbank&log$=nucltop&blast_rank=79&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000007.14?report=genbank&log$=nucltop&blast_rank=80&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000008.11?report=genbank&log$=nucltop&blast_rank=81&RID=ZZN3UUXD015

11/29/2018 NCBI Blast:Nucleotide Sequence (25 letters)

Description Max Total Query E Ident Accession
score score cover value

Homo sapiens chromosome 9,

GRCh38.p12 Primary Assembly 302 832 100% 2 5% He-000009-12
GRONSG p12 Primany Assembly 202 460 %% 2 0 e
GRONa8p12 Prmary hesomply 02 31 2% Z e et
GRONSG p12 Primany Assembly 202 1038 5% g oo e s
GRONGBp12 Prmary hesombly 252 678 2% . e et
GRONSG p12 Primany Assembly 252 369 100% . o NS
GRONaBp12 Prmary hesombly 252 o8 2% . o e
GRONSS 12 Primary Assembly 252 409 8% . e e
GRONGBp12 Prmary hesombly 252 for o4% . o N
GRONG8 12 Primary hesomply 252 240 2% . o e
GRONSS p12 Primany Assembly 252 o34 5% . 0 NE IR
Homo sapiens chromosome 15, 28.2 264 92% 84 100% NC _000015.10

GRCh38.p12 Primary Assembly

Homo sapiens chromosome 17

genomic scaffold, GRCh38.p12

alternate locus group 28.2 28.2 56% 84 100% NT_187614.1
ALT_REF_LOCI_1

HSCHR17_7_CTG4

Homo sapiens chromosome 16
unlocalized genomic scaffold,

0, 0,
GRON36.p 15 Primary Aasembly 28.2 28.2 56% 84 100% NT_187383.1
HSCHR16_RANDOM_CTG1
Homo sapiens chromosome 22, o 0
GRON36.012 Primary ASsombly 26.3 183 68% 332 100% NC_000022.11
Homo sapiens chromosome Y, 263 263 52% 332 100% NC_000024.10

GRCh38.p12 Primary Assembly

Alignments

Homo sapiens eukaryotic translation initiation factor 4 gamma 1 (EIF4G1), transcript variant 8, mMRNA

Sequence ID: NM_001291157.1 Length: 5581 Number of Matches: 1
Range 1: 2845 to 2869

Score Expect Identities Gaps Strand Frame
50.1 bits(25) 2e-05() 25/25(100%) 0/25(0%) Plus/Plus
Features:

coser 2oas MCHOMOLRRIEY 2ocs

Homo sapiens eukaryotic translation initiation factor 4 gamma 1 (EIF4G1), transcript variant 2, mMRNA

Sequence ID: NM_198241.2 Length: 5538 Number of Matches: 1
Range 1: 2792 to 2816

Score Expect Identities Gaps Strand Frame
50.1 bits(25) 2e-05() 25/25(100%) 0/25(0%) Plus/Plus

Features:

Query 1 AAGCTGTT 25

oy 27> LI oo
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https://www.ncbi.nlm.nih.gov/nucleotide/NM_001291157.1?report=genbank&log$=nuclalign&blast_rank=1&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_198241.2?report=genbank&log$=nuclalign&blast_rank=2&RID=ZZN3UUXD015
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNDB_BATCH_ID=481751362&ALIGNDB_CGI_HOST=blast.be-md.ncbi.nlm.nih.gov&ALIGNDB_CGI_PATH=/ALIGNDB/alndb_asn.cgi&ALIGNDB_MASTER_ALIAS=SD_ALIGNDB_MASTER&ALIGNDB_MAX_ROWS=100&ALIGNDB_ORDER_CLAUSE=seq_evalue%20asc,aln_id%20asc&ALIGNDB_WHERE_CLAUSE=seq_evalue%20is%20not%20null&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&MIXED_DATABASE=yes&NUM_OVERVIEW=100&PAGE=Nucleotides&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=ZZN3UUXD015&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&USE_ALIGNDB=true&WORD_SIZE=7&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000009.12?report=genbank&log$=nucltop&blast_rank=82&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000018.10?report=genbank&log$=nucltop&blast_rank=83&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000020.11?report=genbank&log$=nucltop&blast_rank=84&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000023.11?report=genbank&log$=nucltop&blast_rank=85&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000001.11?report=genbank&log$=nucltop&blast_rank=86&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000014.9?report=genbank&log$=nucltop&blast_rank=87&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000016.10?report=genbank&log$=nucltop&blast_rank=88&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000017.11?report=genbank&log$=nucltop&blast_rank=89&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000019.10?report=genbank&log$=nucltop&blast_rank=90&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000021.9?report=genbank&log$=nucltop&blast_rank=91&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000011.10?report=genbank&log$=nucltop&blast_rank=92&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000015.10?report=genbank&log$=nucltop&blast_rank=93&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NT_187614.1?report=genbank&log$=nucltop&blast_rank=94&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NT_187383.1?report=genbank&log$=nucltop&blast_rank=95&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000022.11?report=genbank&log$=nucltop&blast_rank=96&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NC_000024.10?report=genbank&log$=nucltop&blast_rank=97&RID=ZZN3UUXD015

11/29/2018 NCBI Blast:Nucleotide Sequence (25 letters)

Homo sapiens eukaryotic translation initiation factor 4 gamma 1 (EIF4G1), transcript variant 7, mMRNA

Sequence ID: NM_001194947.1 Length: 5502 Number of Matches: 1
Range 1: 2756 to 2780

Score Expect Identities Gaps Strand Frame
50.1 bits(25) 2e-05() 25/25(100%) 0/25(0%) Plus/Plus
Features:

Sy | il .

Homo sapiens eukaryotic translation initiation factor 4 gamma 1 (EIF4G1), transcript variant 6, mMRNA

Sequence ID: NM_001194946.1 Length: 5559 Number of Matches: 1
Range 1: 2813 to 2837

Score Expect Identities Gaps Strand Frame
50.1 bits(25) 2e-05() 25/25(100%) 0/25(0%) Plus/Plus

Features:

Query 1 25

coser 201> SRLHEHEHEHIEINIEL

Homo sapiens eukaryotic translation initiation factor 4 gamma 1 (EIF4G1), transcript variant 3, mMRNA

Sequence ID: NM_198244.2 Length: 5300 Number of Matches: 1
Range 1: 2554 to 2578

Score Expect Identities Gaps Strand Frame
50.1 bits(25) 2e-05() 25/25(100%) 0/25(0%) Plus/Plus
Features:

coser 2ssa MACHOROSRETIE oore
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https://www.ncbi.nlm.nih.gov/nucleotide/NM_001194947.1?report=genbank&log$=nuclalign&blast_rank=3&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_001194946.1?report=genbank&log$=nuclalign&blast_rank=4&RID=ZZN3UUXD015
https://www.ncbi.nlm.nih.gov/nucleotide/NM_198244.2?report=genbank&log$=nuclalign&blast_rank=5&RID=ZZN3UUXD015
https://support.nlm.nih.gov/knowledgebase/category/?id=CAT-01239
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Web&PAGE_TYPE=BlastDocs&DOC_TYPE=MailList
https://www.youtube.com/playlist?list=PLH-TjWpFfWrtjzMCIvUe-YbrlIeFQlKMq
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